Conserved amino-acid motifs within the CIR repertoire were identified by MEME analysis by 2 Lawton et al [19] and shown here as Weblogo images. Blue: hydrophobic residues; Green: polar, non-charged residues; Purple: acidic residues; and Red: positively charged residues. The percentage of CIRs containing each motif within subfamilies L and S and the sequence of the peptides synthesized for antibody production are shown. C) Position of the regions selected for protein and peptide production on a typical CIR protein. TM: transmembrane domain (shown in grey). 
